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Abstract
Background: Ticks–vectors of medical and veterinary importance–are themselves also significant pests. Tick salivary
proteins are the result of adaptation to blood feeding and contain inhibitors of blood clotting, platelet
aggregation, and angiogenesis, as well as vasodilators and immunomodulators. A previous analysis of the
sialotranscriptome (from the Greek sialo, saliva) of Amblyomma variegatum is revisited in light of recent advances in
tick sialomes and provides a database to perform a proteomic study.
Results: The clusterized data set has been expertly curated in light of recent reviews on tick salivary proteins,
identifying many new families of tick-exclusive proteins. A proteome study using salivary gland homogenates
identified 19 putative secreted proteins within a total of 211 matches.
Conclusions: The annotated sialome of A. variegatum allows its comparison to other tick sialomes, helping to
consolidate an emerging pattern in the salivary composition of metastriate ticks; novel protein families were also
identified. Because most of these proteins have no known function, the task of functional analysis of these proteins
and the discovery of novel pharmacologically active compounds becomes possible.
Background
The tropical bont tick, Amblyomma variegatum,i sa
major pest of ruminants in Africa [1-3], causing skin
l e s i o n s[ 4 ]a n dm o s ti m p o r t a n t l yb yv e c t o r i n gt h eo b l i -
gate intracellular proteobacterium Erlichia ruminatium,
the causative agent of heartwater or cowdriosis in rumi-
nants [5]. Although originally from Africa, A. variegatum
has been established in the West Indies and is an impor-
tant threat to domestic ruminants in the Americas [5,6].
Among the adaptations found in ticks for successful
blood feeding, their salivary glands (SGs) have com-
pounds that counteract host hemostasis and inflamma-
tion, including anticlotting, antiplatelet, vasodilatory,
antihistaminic, antileukotriene, anticomplement, antiche-
mokine, and immune-modulatory compounds [7-11].
During the past 10 years, the peptidic composition of
tick saliva has been inferred from transcriptome studies,
where hundreds of polypeptides are associated with a
salivary function in at least 25 broad groups of protein
families [7,12]. Perhaps because secreted salivary
proteins are under attack by host antibodies, their rate
of evolution is fast; conceivably, it is for this reason that
there are many salivary protein families that are, at the
primary sequence level, unique to the organism’sg e n u s
level. Tick salivary compounds are of interest for provid-
ing insight into the evolution of blood feeding by arthro-
pods, for their possible use as vaccine targets to
suppress ticks or the diseases they transmit, and for pre-
senting a platform of novel pharmacologically active
compounds.
Eight years ago, a pioneer salivary transcriptome ana-
lysis of the metastriate tick A. variegatum was per-
formed following the sequencing of near 4,000 salivary
cDNA clones from blood-feeding adult ticks [13]. In the
same year, transcriptome analysis of Amblyomma ameri-
canum and Dermacentor variabilis [14] as well as of the
prostriate tick Ixodes scapularis [15] were performed.
These three papers represent a landmark in tick biology
by providing insights into their salivary composition. In
these last 8 years, there was progress in the number of
sialotranscriptomes (from the Greek sialo,s a l i v a )
sequenced, including representative species of the soft
ticks, as well, as in the depth of their analysis. Many
unique tick families were thus identified and reviewed
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any medium, provided the original work is properly cited.[7,16]. We recently had the opportunity to collect A.
variegatum from cows in the cattle market of Kati, Mali,
a suburb of the capital city, Bamako. We separated the
SG homogenate by gel chromatography and performed
tryptic digest of protein bands, followed by mass spec-
troscopy (MS) analysis of these fragments. We re-ana-
lyzed data from Nene et al. [15], available at DBEST
http://www.ncbi.nlm.nih.gov/nucest of the National
Center for Biotechnology Information (NCBI), produ-
cing an annotated and hyperlinked spreadsheet contain-
ing new information related to unique tick proteins
unavailable in 2002. This database was used in conjunc-
tion with proteomic analysis to identify expressed pep-
tides. We also submitted over 600 coding (protein)
sequences to GenBank, making these invaluable data
available in their non-redundant (NR) database, which
h a so n l yf i v es e q u e n c e sf r o mA. variegatum as of June,
2010. Nucleotide sequence data reported are available in
the Third Party Annotation Section of the DDBJ/EMBL/
GenBank databases under the accession numbers TPA:
BK007105-BK007849.
Results and Discussion
cDNA library characteristics
A total of 3,985 clones from the original SG cDNA
library of A. variegatum was assembled using a combi-
nation BLAST and CAP3 pipeline [17], producing 2,077
NR sequences, or unigenes, 1,588 of which are singlets;
the remaining contigs were assembled from 2 to 161
expressed tag sequences (ESTs). This assembly com-
pares well with the TIGR assembly [13], which gener-
ated 2,109 unigenes with 1,631 singlets.
Based on various BLAST sequence comparisons to sev-
eral databases (see Methods and Additional file 1), these
unigenes were functionally characterized into the follow-
ing groups: Putative secreted (S), putative housekeeping
(H), transposable element-derived (TE), and of unknown
class (U), because they could not be classified (some of
which may derive from untranslated regions of mRNAs)
(Table 1). Thirty-two percent of ESTs belonged to the S
class, smaller than other sialomes of insects and prostri-
ate ticks (which are ~50% of the total ESTs) but similar
to metastriate sialomes of Rhipicephalus sanguineus,
which had only 26% of its salivary ESTs attributed to the
S class [18]. The S class was further subdivided in groups
according to a previous tick salivary classification [7].
The H class was further characterized (again based on
similarities to various databases, in particular the KOG
and Gene Ontology [GO] databases) into 20 functional
groups (Table 1), the unknown conserved class being
the most prevalent [19].
Transposable element (TE) sequences are commonly
found in sialotranscriptome. The sialotranscriptome of
A. variegatum revealed both TE class I and class II
transcripts, including Tigger/Pogo transposases. These
sequences may represent active transposition or, more
likely, the expression of regulatory sequences that might
suppress the DNA transposition phenomena [20], as
indicated by a Tigger transposase message containing a
stop codon (unigene amb_var-contig-1376).
Analysis of the A. variegatum sialotranscriptome
Several clusters of sequences coding for H and S poly-
peptides (indicated in Additional file 1) are abundant
and complete enough to extract consensus sequences
that are typically absent from either GenBank or Swis-
sprot. This analysis provides over 700 coding
sequences, 605 of which have been submitted to Gen-
Bank through the third-party annotation system. It is
to be noted that as of July, 2010, there were only five
protein sequences for A. variegatum deposited in Gen-
Bank. These extracted sequences were grouped
together in Additional file 2. A detailed description of
the sialotranscriptome of A. variegatum follows to
serve as a guide to browsing the two additional files.
These two files are crosslinked to the TIGR GeneID
assembly and annotation.
Possibly secreted (S) class of expressed genes
This analysis is organized according to the groups of
proteins indicated in our previous review [7].
Group 1: Glycine-rich superfamily
This group of proteins represent the largest group of
salivary ESTs from A. variegatum (Table 1 and Addi-
tional file 1), totalling 749 ESTs and 56 unigenes from
which 44 coding sequences (CDS) were extracted (Addi-
tional file 2). The saliva of metastriate ticks is rich in
glycine-rich proteins–many of which resemble spider
filaments and mostly probably function in tick attach-
ment to their hosts–and have been targets of anti-tick
vaccines [21-24]. This group also includes smaller pep-
tides, some of which are rich in glycine and tyrosine
and resemble nematode antimicrobial peptides [25].
Group 2: Mucins
Under this class we include diverse serine + threonine-
rich secreted proteins that have in common a large
number of potential O-N-acetylgalactosylation sites as
identified by the NetOGlyc server [26] and can thus can
be categorized as mucins. Such proteins have been regu-
larly found in sialotranscriptomes of insects and ticks,
where they are postulated to help maintain the insect
mouthparts in addition to other possible functions. Ten
such proteins are described in Additional file 2, includ-
ing members with a chitin-binding domain.
Group 3: Antigen 5 proteins
T h eC A Ps u p e r f a m i l yo fp r o t e i n s( c o m p r i s i n gt h e
CRISP, Antigen-5, and pathogen-related-1 families) has
been found in most sialotranscriptomes of insects and
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wasp-venom proteins and annotated as antigen-5 [27].
The functions of these proteins are very diverse, being
associated with toxins in snake venoms, [28], proteolytic
activity in snails [29], and immunoglobulin binding in
salivary proteins of the stable fly [30]. For example, a
member of this family expressed in tabanid SGs con-
tains a disintegrin (RGD) domain and functions as a pla-
telet aggregation inhibitor [31,32]. To date, no tick
salivary members of this family have been functionally
characterized. A 3’ truncated CDS for a member of this
family is shown in Additional file 2.
Group 4: Ixodegrin superfamily
Members of this family have 110-120 amino acids (aa),
many of which have the disintegrin Arg-Gly-Asp (RGD)
domain with nearby cysteine residues, a motif associated
with disruption of fibrinogen binding to platelets [33].
The A. variegatum protein named Amb_var-991 has
similarities to I. scapularis ixodegrins, but it does not
have the RGD domain. Amb_var-991 is also similar to
proteins annotated as astakine, which are related to the
growth factor prokineticin, which is important for
hematopoiesis [34,35].
Group 6: Protease-inhibitor domains
Kunitz domain-containing proteins The Kunitz
domain is associated with proteins containing serine
protease inhibitor activity as well as channel blockers. A
single Kunitz domain protein from R. appendiculatus
was identified as a potassium channel blocker, [36]
while dual and five Kunitz domain proteins from I. sca-
pularis were identified as clotting inhibitors by acting
on the tissue factor pathway [37,38]. Additional file 2
presents 11 CDS for Kunitz domain-containing proteins
from A. variegatum including Amb_var-163, with four
Kunitz domains, and Amb_var-1788, Amb_var-68,
Amb_var-995, and Amb_var-69 with three domains, as
indicated by the KU Smart motif.
Serpins Serpins are a ubiquitous protein family asso-
ciated with the function of serine protease inhibition,
from which the family name derives. A. variegatum ser-
pins were identified in the original 2002 sialome publica-
tion. Four truncated CDS are presented in Additional file
2. A single tick salivary serpin from I. ricinus has been
shown to inhibit vertebrate elastase and to have immuno-
suppressive activity [39,40]. Another salivary serpin from
the same tick inhibits cathepsin G and chymase [41].
Tick serpins have been proposed as anti-tick salivary vac-
cines, including non-salivary expressed serpins [42,43].
Cystatins Cystatins are cysteinyl protease inhibitors of
nearly 100 aa in length. Two salivary cystatins from I.
scapularis have been functionally characterized as inhi-
bitors of cathepsins L and S, to inhibit inflammation,
suppress dendritic cell maturation, and serve as vaccine
Table 1 Functional characterization of the
sialotranscriptome of Amblyomma variegatum
Class Total
ESTs
Total
contigs
EST/
Contig
Putative secreted
Group 1 Glycine rich superfamily 749 56 13.4
Group 2 - Mucins 24 7 3.4
Group 3 - Antigen 5 proteins 2 2 1.0
Group 4 - Ixodegrin superfamily 1 1 1.0
Group 6 - Protease Inhibitor domains
Group 6.1 - Kunitz domain
containing proteins
25 11 2.3
Group 6.2 - Serpins 6 5 1.2
Group 6.3 - Cystatin 1 1 1.0
Group 6.4 - Thyropin family 2 1 2.0
Group 6.5 - TIL domain containing
proteins
4 2 2.0
Group 6.6 - Hirudin/Madanin/
Variegin superfamily
5 3 1.7
Group 6.7 - Basic tail superfamily 3 3 1.0
Group 7 - Lipocalins 13 9 1.4
Group 8 - 8.9 kDa polypeptide family 3 2 1.5
Group 11 - 12 kDa family 4 3 1.3
Group 16 - Enzymes 115 63 1.8
Group 17 - Immunity related 7 6 1.2
Group 18 - Metastriate specific families 266 184 1.4
Group 21 - Secreted conserved proteins 60 20 3.0
Group 22 - Possible housekeeping proteins
Unknown conserved 280 199 1.4
Protein synthesis machinery 210 73 2.9
Protein modification machinery 206 95 2.2
Metabolism, energy 196 72 2.7
Signal transduction 189 127 1.5
Transcription machinery 130 87 1.5
Protein export machinery 127 90 1.4
Transporters 115 57 2.0
Cytoskeletal Proteins 114 50 2.3
Metabolism, carbohydrate 104 50 2.1
Nuclear regulation 101 54 1.9
Transcription factor 72 50 1.4
Proteasome machinery 65 51 1.3
4Metabolism, amino acid 64 38 1.7
Metabolism, lipid 50 30 1.7
Detoxification 33 27 1.2
Metabolism, nucleotide 30 18 1.7
Extracellular matrix and adhesion 29 13 2.2
Metabolism, intermediary 28 22 1.3
Nuclear export machinery 7 6 1.2
Transposable elements 24 23 1.0
Unknown 521 466 1.1
Total 3985 2077
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available in Additional file 2.
Thyropins Thyropins are motifs found in thyroglobulins
and in cysteine protease inhibitors of the actiniam-
derived equistatin protein [47-49]. Equistatin itself has
three thyropin domains, two of which were shown to be
involved in protease inhibition [49]. Two thyropin
domains are discernible in Amb_var-355 (Additional file
2). No functional analysis of any tick thyropin has been
done to date.
Trypsin inhibitor-like (TIL) domain-containing pro-
teins T h eT I Ld o m a i ni sf o u n di ns o m es e r i n ep r o t e a s e
inhibitors and antimicrobials [50]. Peptides of this family
have been isolated from tick eggs and shown to be inhi-
bitors of elastase and subtilisin and to have antifungal
activity [51]. The CDS of Amb_var-204 represents a sali-
vary member of this family found in A. variegatum.
Hirudin/Madanin/Variegin superfamily This is a
superfamily found only in metastriate ticks [7] and
includes the previously described peptide variegin from
A. variegatum, shown to have antithrombin activity [52];
it also contains madanin, an antithrombin from the tick
Haemaphysalis longicornis [53,54], and a related protein
from A. variegatum deposited in GenBank in 2004
(accession number BAD29729.1). Additional file 2 pre-
sents three additional members of this hirudin-like pro-
tein family, characterizing its possible multigene status
within A. variegatum.
Basic tail and 18.3-kDa superfamily The basic tail and
18.3-kDa superfamily was first recognized in I. scapularis,
where many members have repeats of basic aa in their
carboxytermini. Other members have an acidic tail, and
others lack the charged tail but can be recognized by the
PFAM domain named tick salivary peptide group 1. The
I. scapularis 18.3-kDa family was found by PSI-BLAST to
be related to the basic tail family. Two members of this
family in I. scapularis have been characterized as antic-
lotting agents [55,56]. Additional file 2 introduces the
CDS for four members of this family from A. variegatum.
Group 7: Lipocalins
Lipocalins are ubiquitous proteins characterized by a
barrel shape that often carries lipophylic compounds
(lipocalin literally means lipid cup). In blood-sucking
insects and ticks, lipocalins bind not only lipidic com-
pounds, such as leukotrienes and thromboxane A2
[57-59], but also charged agonists of inflammation, such
as serotonin and histamine [57,60,61]. Lipocalins can
also have functions unrelated to their small molecule
binding function, such as anticlotting [62] and anticom-
plement function [63]. Seven CDS for A. variegatum
lipocalins are presented in Additional file 2.
Group 8: 8.9-kDa polypeptide family
The 8.9-kDa polypeptide family is exclusive to hard
ticks, 60 members of which were described previously
[7]. Amb_var-1080 represents an A. variegatum member
of the family.
Group 11: 12-kDa polypeptide family
This is another protein family exclusive of hard and soft
ticks, previously found only in I. scapularis, Ornitho-
doros coriaceus,a n dOrnithodoros. moubata [7]. Three
members from A. variegatum are shown in Additional
file 2, expanding the members of this unique family.
Alignment of the tick sequences allows for a boot-
strapped phylogram indicating strong bootstrap support
for two clades (Figure 1).
Group 14: Cytotoxin-like family
Thus far, the cytotoxin-like protein family has been
found only in the Ixodes genus and in soft ticks. Two
additional proteins from A. variegatum add metastriate
proteins to this unique tick family.
Group 16: Enzymes
Some of the enzymes listed below could serve an H
function, but are related to enzymes previously found
secreted and thus are described in the S group.
Apyrase/5’ nucleotidases
Apyrases are enzymes that hydrolyze tri- and di-phos-
phonucleotides to their monophosphate esters plus inor-
ganic phosphate. They are commonly found in the saliva
of blood-sucking arthropods, where they degrade ATP
and ADP, important agonists of neutrophil [64,65] and
platelet aggregation [66]. The salivary apyrase of mos-
quitoes, triatomines of the genus Triatoma and ticks
have been identified as members of the 5’-nucleotidase
family [67-71]. While most members of the 5’ nucleoti-
dase family are membrane-bound ectoenzymes by virtue
of a glycosylinositol lipid anchor, the secreted apyrases
lack the carboxyterminus region where the anchor is
Figure 1 Bootstrapped phylogram of the 12 kDa family of tick
proteins. Amblyomma variegatum proteins are recognized by their
Amb_var or Ambvar prefix. The remaining sequences were obtained
from GenBank and have six letters (three from the genus and three
from the species name) followed by their NCBI accession number.
The numbers near the branches indicate the percentage bootstrap
support. The bar at the bottom indicates 10% amino acid
divergence.
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cated member of this family, and for this reason, the
lack of the anchor site cannot be evaluated.
Endonucleases
Endonucleases were found in saliva of Culex and sand
flies, where they may serve a function in decreasing the
viscosity of the feeding lesion and produce antiinflamma-
tory nucleotides [72-74]. Three truncated members of
this family of enzymes are presented in Additional file 2.
Sphingomyelin phosphodiesterases
Sphingomyelin metabolites are important regulators of
cell growth, inflammation, and immunity [75,76]. A
fragment of an enzyme-targeting sphingomyelin is
identified.
Epoxide hydrolases
Two truncated members of this family of enzymes were
found that could act in the metabolism of arachidonate
metabolites.
Oxidant metabolism enzymes
A peroxidasin fragment, a superoxide dismutase, and
two selenoproteins are reported in Additional file 2.
These proteins have the potential to regulate the toxic
products of oxygen and nitric oxide [77,78].
Proteases
Carboxypeptidases, dipeptidyl peptidases, metallopro-
teases of the reprolysin family, and trypsin-like serine
proteases are presented in Additional file 2. Carboxy-
peptidases and dipeptidyl peptidases could act in the
destruction of inflammatory peptidic agonists. In fact, a
dipeptidyl peptidase was shown to be responsible for the
very fast bradykinin degradation caused by I. scapularis
saliva [79]. Metalloproteases in the saliva of I. scapularis
were shown to be responsible for the fibri(noge)nolytic
activity [80]. Salivary serine proteases have been shown
to have fibrinolytic activities in horse flies [31].
Group 17: Immunity related
A member of the ficolin family, named ixoderin in ticks
[81], is identified. These proteins have a lectin and a
fibrinogen-like domain and are associated with activa-
tion of the colectin pathway of complement activation
in vertebrates and invertebrates [82].
Group 18: Metastriate-specific families
Several protein families found only in metastriate ticks
were identified in our previous review of tick sialomes
[7]. Seven of these families were also found in the A.
variegatum sialome, including three multigene families
that appear to be unique to A. variegatum, as follows:
Da-p36 immunosuppressant The first member of this
family was described as an immunosuppressant found in
the SGs of Dermacentor andersoni [83]. The A. variega-
tum sialome reveals four members of this family, one of
which was reported in Figure 2 of the original 2002
paper [13]. One additional sequence from A. variegatum
was deposited in GenBank in 2004 (accession number
BAD11807.1), but has no associated publication. Align-
ment of the related sequences (not shown) reveals one
small conserved region characterized by the block [ILF]-
x(3)-[IMLF]-x-[SCA]-P-[FM]-x(4)-[NT]-[VLIFM]-x-
[ILFV], indicating the divergence of the family. The
bootstrapped phylogram shows strong support for one
clade containing Amblyomma, Dermacentor,a n dRhipi-
cephalus sequences (Figure 2). Other clades do not have
sufficient bootstrap support (>50%), except for two A.
variegatum sequences that are over 20% divergent. The
phylogram supports a common origin of this multigene
family in metastriate ticks.
Metastriate insulin growth factor-binding protein
This protein family was discovered from the assembly of
ESTs from ticks, as described in a previous review [7].
Members of this family produce matches to GO proteins
annotated as “insulin-like growth factor binding protein
7” and have the IB SMART domain for “insulin growth
factor-binding protein homologues.” This family actually
has two sets. A shorter form contains only the IB domain
(Figure 3A), while the longer form has, in addition of the
IB domain, a Kazal domain and the SMART immunoglo-
bulin C-2 type domain (Figure 3B). Alignment of all IB-
containing proteins (Figure 3A) shows the conserved IB
domain motif in the amino terminal end of the mature
protein, indicated by the block PA C-x(12,13)-[EQD]-C-x
(2)-G-x(5)-C-G-C-C-x(2)-C-x(5)-[EQD]-x-PA C-x(7,13)-
C-x-[EK]-x(3)-C. Alignment of the long-form sequences
shows three very conserved proteins in Rhipicephalus
microplus, R. appendiculatus,a n dA. variegatum,c o n -
taining a signal peptide followed by the IB, Kazal, and
immunoglobulin domains (Figure 3B). This degree of
conservation is more common among housekeeping pro-
teins, as they are not under host immune pressure. Pro-
teins containing these three domains are characterized by
Figure 2 Bootstrapped phylogram of the Da-p36 kDa family of
metastriate tick proteins. Amblyomma variegatum proteins are
recognized by their Amb_var or AMBVAR prefix. The remaining
sequences were obtained from GenBank and have six letters (three
from the genus and three from the species name) followed by their
NCBI accession number. The numbers near the branches indicate
the percentage bootstrap support (values below 50% are not
shown). The bar at the bottom indicates 20% amino acid
divergence. Bootstrap was performed with 1000 iterations.
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http://www.ebi.ac.uk/interpro/ISpy?ac=Q16270. The
human homolog having this domain structure (GenBank
accession number NP_001544.1), named MC25 or
IGFBP7, has many effects in tissue growth and differen-
tiation [84,85], It has also been shown to inhibit vascular
endothelial growth factor and keratinocyte growth
[86,87]. If any of these proteins are secreted, they could
serve as binders of growth factors affecting angiogenesis,
tissue repair, and immunity.
A. variegatum-specific proteins Additional file 2 con-
tains two families of proteins that appear to be species
Figure 3 Tick metastriate proteins containing the SMART insulin growth factor binding (IB) domain. (A) All proteins. (B) Proteins
containing IB domain plus immunoglobulin (IG) and Kazal (KZ) domains. SP indicates the signal peptide region. (C) Bootstrapped phylogram of
the alignment in (A). The symbols above the alignment indicate (*) identity, (:) similarity, and (.) less conserved similarity.
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and Avar family 8 kDa (two genes). Within each family,
the members are less than 50% identical, indicating gene
duplication events followed by divergence. Additional
file 2 presents 79 additional protein sequences that have
a putative signal peptide indicative of secretion but have
no similarity to any known protein, including the
recently released I. scapularis proteome. It is possible
that some of these CDS may derive from the 3’ region
of transporters or other transmembrane proteins, as
these regions may produce a positive signal peptide.
A. variegatum proteins not found in previous sialo-
transcriptome, but similar to putative I. scapularis
proteins Additional file 2 contains 13 proteins from A.
variegatum that are similar to I. scapularis proteins but
have not been found in previous sialomes. Some of
these are proline-rich, low-complexity proteins or histi-
dine-rich proteins.
Group 21: Secreted conserved proteins
Forty-five proteins with signal peptide indicative of secre-
tion are presented in Additional file 2. Most of these are
of the class “Unknown conserved” [19] but also include
calreticulin, which has a typical KHEEL carboxydomain
indicative of endoplasmic reticulum retention but was
shown to be a marker of tick exposure [88].
Group 22: Housekeeping proteins
Additional file 2 presents 414 CDS for proteins asso-
ciated with various cellular functions. Additionally, 40 of
the unknown conserved and 3 transposable element
fragments were extracted.
Preliminary characterization of the salivary proteome of
A. variegatum
To obtain information on protein expression in the SGs
of A. variegatum, we performed a one dimensional (1D)
gel electrophoresis separation of the SG homogenate fol-
lowed by proteolytic digest of the 25 cored sections indi-
c a t e di nF i g u r e4a n ds u b s e q u e n tt a n d e mm a s s
spectrometry (MS/MS) of the tryptic peptides. Additional
files 1 and 2 show the matching sequence hits obtained
by MS/MS. A total of 170 proteins were identified in the
gel fractions by two or more ions derived from the same
gel fraction. An additional 39 proteins were identified
from a single ion on the same spot. These matches are
shown in the worksheet named Gel-MS-MS results in
Additional file 2. Figure 4 displays the electrophoresis
gel, indicating 19 proteins associated with blood feeding.
T h e s ei n c l u d el a r g ea n ds m a l lg lycine-rich proteins, the
most abundant group found in the transcriptome and by
MS. Reprolysin-type metalloprotease and dipeptidyl pep-
tidase are found in band 8, with their expected molecular
masses (just above the 66-kDa marker). Calreticulin, cito-
toxin-like protein, one lipocalin, and four hypothetical
secreted proteins are also shown in Figure 4.
Conclusions
The detailed re-analysis of the transcriptome of A. varie-
gatum, in light of the emerging pattern of protein
families in tick sialomes, extends and confirms common
components in the saliva, such as the recruitment of
metalloproteases, protease inhibitors, lipocalins, and sev-
eral other unique families–such as the 8.9-kDa, 11-12-
kDa, and cytotoxin-like–common to metastriate and
prostriate ticks. A. variegatum also has a large set of
transcripts coding for cement-like proteins unique to
metastriate ticks. In parallel with this transcript abun-
dance, glycine-rich proteins were the largest group of
proteins identified by proteomics, when secreted pro-
teins are considered. Other unique metastriate protein
families were identified, including some that appear to
be multigenic and also unique to A. variegatum such as
the Avar 10-kDa and Avar 8-kDa families. Many orphan
proteins were further characterized. Further transcrip-
tome analysis of other Amblyomma ticks may reveal
relatives of these unique proteins.
Most of the proteins described have no known func-
tion but, if secreted into their hosts, they should have
Figure 4 Sodium dodecyl sulfate polyacrylamide gel
electrophoresis of salivary gland homogenate of Amblyomma
variegatum. Lane A shows molecular mass markers, with their
masses indicated in column MW. Lane B represents the tick sample.
The grid at the right indicates how the gel was cut for tryptic
digest of the peptides, and the two-letter-number code indicates
the putative secreted proteins identified at the gel bands. The two-
letter codes stand for: GR, glycine-rich protein; MT, metalloprotease;
DP, dipeptidyl peptidase; CR, calreticulin; HP, hypothetical protein;
CT, cytotoxin-like; and LP, lipocalin. The numbers indicate the
Amb_var protein number available in Supplemental Table S2.
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immunomodulatory function. They may also contain
antimicrobial activity. As the sialome puzzle emerges,
the task of functional characterization of these novel
protein families becomes possible.
Methods
Biological material
Female A. variegatum ticks were obtained from zebu
cattle (Bos primigenius indicus) at a market located in
the village of Kati, located approximately 30 km north
of Bamako, the capital of Mali (12°44’48.03"N, 8°
04’17.09"W). The ticks were briefly washed in 70% etha-
nol and then air dried. The tick was secured to a glass
slide using double-sided tape, and then one horizontal
and two lateral cuts were made with a sterile scalpel to
disconnect the SGs from the spiracles connecting them
to the feeding duct and spiracular plate. The dorsal
plate was then removed, exposing the midgut, SGs, and
other organs. The SGs were teased away from other
organs using ultra-fine forceps (#5, Bioquip) in a bath of
1 × PBS. The dissected SGs were washed in 1 × PBS
before being stored in PBS. The tick carcasses were
retained in 70% ethanol and submitted as voucher speci-
mens for identification by Dmitry A. Apanaskevich,
assistant curator at the United States National Tick Col-
lection at Georgia Southern University.
Bioinformatic tools and procedures used
ESTs from the SGs of adult female A. variegatum
deposited in DBEST as part of a previous publication
[13] were retrieved and assembled in our assembly pipe-
line. The BLAST tool [89] and the CAP3 assembler [90]
were used to assemble the database as well as to com-
pare it to other databases and pipe the results into a
hyperlinked Excel spreadsheet, as described in the dCAS
software tool [17]. ClustalW [91] and TreeView software
[92] were used to align sequences and visualize align-
ments. Phylogenetic analysis and statistical neighbor-
joining bootstrap tests of the phylogenies were done
with the Mega package [93]. For functional annotation
of the transcripts, we used the tool blastx [94] to com-
pare the nucleotide sequences to the NR protein data-
base of the NCBI and to the GO database [95]. The tool
rpsblast [94] was used to search for conserved protein
domains in the Pfam [96], SMART [97], Kog [98], and
Conserved Domains Databases (CDD) [99]. We have
also compared the transcripts with other subsets of
mitochondrial and rRNA nucleotide sequences down-
loaded from NCBI. Segments of the three-frame transla-
tions of the EST (because the libraries were
unidirectional, we did not use six-frame translations),
starting with a methionine found in the first 100 pre-
dicted aa, or to the predicted protein translation in the
case of complete coding sequences, were submitted to
the SignalP server [100] to help identify translation pro-
ducts that could be secreted. O-glycosylation sites on
the proteins were predicted with the program NetOGlyc
[26]. Functional annotation of the transcripts was based
on all the comparisons above.
When attempting identification of multigene families,
we attributed transcripts coding for proteins that were
more than 10% different in their primary aa sequence to
derive from different genes. The reader should be aware
that products divergent more than 10% could be alleles
of polymorphic genes.
Gel electrophoresis studies
Tick salivary proteins representing approximately 100 μg
were resolved by one-dimensional (1D) sodium dodecyl-
sulfate polyacrylamide gel electrophoresis (4-12% gradi-
ent gels) and visualized with Coomassie blue staining
(Pierce). Excised gel bands were destained using 50%
acetonitrile in 25 mM NH4HCO3,p H8 . 4 ,a n dv a c u u m
dried. Trypsin (20 μg/mL in 25 mM NH4HCO3,p H8 . 4 )
was added and the mixture was incubated on ice for
one h. The supernatant was removed and the gel bands
were covered with 25 mM NH4HCO3,p H8 . 4 .A f t e r
o v e r n i g h ti n c u b a t i o na t3 7 ° C, the tryptic peptides were
extracted using 70% acetonitrile, 5% formic acid, and
the peptide solution was lyophilized and desalted using
ZipTips (Millipore).
Nanoflow reverse-phase liquid chromatography tandem
mass spectrometry (nanoRPLC-MS/MS)
Tryptic peptides were analyzed using nanoRPLC-MS/
MS. A 75-μm i.d. × 360-μm o.d. × 10-cm long fused
silica capillary column (Polymicro Technologies) was
packed with 3 μμm, 300 Å pore size C-18 silica-
bonded stationary RP particles (Vydac). The column
was connected to an Agilent 1100 nanoLC system
(Agilent Technologies) that was coupled online with a
linear ion-trap mass spectrometer (LTQ; ThermoElec-
tron). Peptides were separated using a gradient consist-
ing of mobile phase A (0.1% formic acid in water) and
B (0.1% formic acid in acetonitrile). The peptide sam-
ples were injected, and gradient elution was performed
under the following conditions: 2% B at 500 nL/min
for 30 min; a linear increase of 2-42% B at 250 nL/min
for 110 min; 42-98% for 30 min including the first 15
min at 250 nL/min and then 15 min at 500 nL/min;
98% at 500 nL/min for 10 min. The linear ion-trap
mass spectrometer was operated in a data-dependent
t a n d e mM S( M S / M S )m o d ei nw h i c ht h ef i v em o s t
abundant peptide molecular ions in every MS scan
were selected for collision-induced dissociation using a
normalized collision energy of 35%. Dynamic exclusion
was applied to minimize repeated selection of
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and electrospray voltage were set to 160°C and 1.5 kV,
respectively. Tandem MS spectra from the nanoRPLC-
MS/MS analyses were searched against a protein fasta
database derived from the tick transcriptome using
SEQUEST operating on an 18-node Beowulf cluster.
For a peptide to be considered legitimately identified,
it had to achieve stringent charge state and proteolytic
cleavage-dependent cross correlation (Xcorr)a n da
minimum correlation (ΔCn) score of 0.08.
MS results were mapped to the Excel spreadsheets
using a homemade program. The following example
illustrates the convention for interpreting the data: The
hit Band7 ® 6 indicates that a particular protein had
six MS/MS peptide hits in gel fraction 7. Additional col-
umns indicate the number of residues covered in aa
residues and percent of total protein that was covered
by the procedure.
Additional material
Additional file 1: Hyperlinked Excel spreadsheet with transcriptome
data http://exon.niaid.nih.gov/transcriptome/A_variegatus/Avar-S1-
web.zip.
Additional file 2: Hyperlinked Excel spreadsheet with coding
sequence data http://exon.niaid.nih.gov/transcriptome/
A_variegatus/Avar-S2-web.zip.
Abbreviations
CDS: coding sequence; EST: expressed tag sequence; GO: Gene Ontology
(database); H: housekeeping class; MS: mass spectrometry; NCBI: National
Center for Biotechnology Information; NR: non-redundant; S: putative
secreted class; SG: salivary gland; TE: transposable elements class; U:
unknown function class.
Acknowledgements
This work was supported by the Intramural Research Program of the
Division of Intramural Research, National Institute of Allergy and Infectious
Diseases, National Institutes of Health. We thank NIAID intramural editor
Brenda Rae Marshall for assistance.
Because all authors are government employees and this is a government
work, the work is in the public domain in the United States.
Notwithstanding any other agreements, the NIH reserves the right to
provide the work to PubMedCentral for display and use by the public, and
PubMedCentral may tag or modify the work consistent with its customary
practices. You can establish rights outside of the U.S. subject to a
government use license.
Author details
1Laboratory of Malaria and Vector Research, National Institute of Allergy and
Infectious Diseases, National Institutes of Health, Rockville, MD 20892, USA.
2US Pacific Basin Agricultural Research Center, Agricultural Research Service,
United States Department of Agriculture, 64 Nowelo St., Hilo HI, USA.
3Laboratory of Proteomics and Analytical Technologies, SAIC-Frederick, Inc.,
National Cancer Institute at Frederick, National Institutes of Health, Frederick,
MD, USA.
Authors’ contributions
JMA and NM collected and dissected ticks and helped with the manuscript.
JMCR performed bioinformatical analysis and wrote the bulk of the
manuscript. IMBF helped with tick samples, experimental design, and writing
the manuscript. ZM performed electrophoresis, tryptic digestion, and mass
spectrometry analysis and contributed to the manuscript. All authors read
and approved the final manuscript.
Received: 25 August 2010 Accepted: 1 March 2011
Published: 1 March 2011
References
1. Leeflang P, Ilemobade AA: Tick-borne diseases of domestic animals in
northern Nigeria. II. Research summary, 1966 to 1976. Tropical animal
health and production 1977, 9(4):211-218.
2. Zeller HG, Cornet JP, Diop A, Camicas JL: Crimean-Congo hemorrhagic
fever in ticks (Acari: Ixodidae) and ruminants: field observations of an
epizootic in Bandia, Senegal (1989-1992). Journal of medical entomology
1997, 34(5):511-516.
3. Osman AM: Ticks infesting sheep and goats in the Sudan. Parassitologia
1997, 39(2):139-142.
4. Chanie M, Negash T, Sirak A: Ectoparasites are the major causes of
various types of skin lesions in small ruminants in Ethiopia. Tropical
animal health and production .
5. Deem SL: A review of heartwater and the threat of introduction of
Cowdria ruminantium and Amblyomma spp. ticks to the American
mainland. J Zoo Wildl Med 1998, 29(2):109-113.
6. Camus E, Barre N: Amblyomma variegatum and associated diseases in
the Caribbean: strategies for control and eradication in Guadeloupe.
Parassitologia 1990, 32(1):185-193.
7. Francischetti IMB, Sá-Nunes A, Mans BJ, Santos IM, Ribeiro JMC: The role of
saliva in tick feeding. Frontiers in Biosciences 2009, 14:2051-2088.
8. Titus RG, Bishop JV, Mejia JS: The immunomodulatory factors of
arthropod saliva and the potential for these factors to serve as vaccine
targets to prevent pathogen transmission. Parasite immunology 2006,
28(4):131-141.
9. Steen NA, Barker SC, Alewood PF: Proteins in the saliva of the Ixodida
(ticks): pharmacological features and biological significance. Toxicon
2006, 47(1):1-20.
10. Bowman AS, Sauer JR: Tick salivary glands: function, physiology and
future. Parasitology 2004, 129(Suppl):S67-81.
11. Valenzuela JG: Exploring tick saliva: from biochemistry to ‘sialomes’ and
functional genomics. Parasitology 2004, 129(Suppl):S83-94.
12. Ribeiro JM, Alarcon-Chaidez F, Francischetti IM, Mans BJ, Mather TN,
Valenzuela JG, Wikel SK: An annotated catalog of salivary gland
transcripts from Ixodes scapularis ticks. Insect Biochem Mol Biol 2006,
36(2):111-129.
13. Nene V, Lee D, Quackenbush J, Skilton R, Mwaura S, Gardner MJ, Bishop R:
AvGI, an index of genes transcribed in the salivary glands of the ixodid
tick Amblyomma variegatum. International journal for parasitology 2002,
32(12):1447-1456.
14. Bior AD, Essenberg RC, Sauer JR: Comparison of differentially expressed
genes in the salivary glands of male ticks, Amblyomma americanum and
Dermacentor andersoni. Insect Biochem Mol Biol 2002, 32(6):645-655.
15. Valenzuela JG, Francischetti IMB, Pham VM, Garfield MK, Mather TN,
Ribeiro JMC: Exploring the sialome of the tick, Ixodes scapularis. J Exp Biol
2002, 205:2843-2864.
16. Francischetti IM, Mans BJ, Meng Z, Gudderra N, Veenstra TD, Pham VM,
Ribeiro JM: An insight into the sialome of the soft tick, Ornithodorus
parkeri. Insect biochemistry and molecular biology 2008, 38(1):1-21.
17. Guo Y, Ribeiro JM, Anderson JM, Bour S: dCAS: a desktop application for
cDNA sequence annotation. Bioinformatics (Oxford, England) 2009,
25(9):1195-1196.
18. Anatriello E, Ribeiro JM, de Miranda-Santos IK, Brandao LG, Anderson JM,
Valenzuela JG, Maruyama SR, Silva JS, Ferreira BR: An insight into the
sialotranscriptome of the brown dog tick, Rhipicephalus sanguineus. BMC
genomics 11:450.
19. Galperin MY, Koonin EV: ’Conserved hypothetical’ proteins: prioritization
of targets for experimental study. Nucleic acids research 2004,
32(18):5452-5463.
20. Silva JC, Loreto EL, Clark JB: Factors that affect the horizontal transfer of
transposable elements. Current issues in molecular biology 2004, 6(1):57-71.
21. Chinery WA: The nature and origin of the “cement” substance at the site
of attachment and feeding of adult Haemaphysalis spinigera (Ixodidae).
Journal of medical entomology 1973, 10(4):355-362.
Ribeiro et al. BMC Genomics 2011, 12:136
http://www.biomedcentral.com/1471-2164/12/136
Page 9 of 1122. Zhou J, Gong H, Zhou Y, Xuan X, Fujisaki K: Identification of a glycine-rich
protein from the tick Rhipicephalus haemaphysaloides and evaluation of
its vaccine potential against tick feeding. Parasitology research 2006,
100(1):77-84.
23. Brown SJ, Shapiro SZ, Askenase PW: Characterization of tick antigens
inducing host immune resistance. I. Immunization of guinea pigs with
Amblyomma americanum-derived salivary gland extracts and
identification of an important salivary gland protein antigen with guinea
pig anti-tick antibodies. J Immunol 1984, 133(6):3319-3325.
24. Trimnell AR, Davies GM, Lissina O, Hails RS, Nuttall PA: A cross-reactive tick
cement antigen is a candidate broad-spectrum tick vaccine. Vaccine
2005, 23(34):4329-4341.
25. Couillault C, Pujol N, Reboul J, Sabatier L, Guichou JF, Kohara Y, Ewbank JJ:
TLR-independent control of innate immunity in Caenorhabditis elegans
by the TIR domain adaptor protein TIR-1, an ortholog of human SARM.
Nat Immunol 2004, 5(5):488-494.
26. Hansen JE, Lund O, Tolstrup N, Gooley AA, Williams KL, Brunak S:
NetOglyc: prediction of mucin type O-glycosylation sites based on
sequence context and surface accessibility. Glycoconj J 1998,
15(2):115-130.
27. Gibbs GM, Roelants K, O’Bryan MK: The CAP superfamily: cysteine-rich
secretory proteins, antigen 5, and pathogenesis-related 1 proteins–roles
in reproduction, cancer, and immune defense. Endocrine reviews 2008,
29(7):865-897.
28. Yamazaki Y, Hyodo F, Morita T: Wide distribution of cysteine-rich
secretory proteins in snake venoms: isolation and cloning of novel
snake venom cysteine-rich secretory proteins. Archives of biochemistry and
biophysics 2003, 412(1):133-141.
29. Milne TJ, Abbenante G, Tyndall JD, Halliday J, Lewis RJ: Isolation and
characterization of a cone snail protease with homology to CRISP
proteins of the pathogenesis-related protein superfamily. J Biol Chem
2003, 278(33):31105-31110.
30. Ameri M, Wang X, Wilkerson MJ, Kanost MR, Broce AB: An immunoglobulin
binding protein (antigen 5) of the stable fly (Diptera: Muscidae) salivary
gland stimulates bovine immune responses. Journal of medical
entomology 2008, 45(1):94-101.
31. Xu X, Yang H, Ma D, Wu J, Wang Y, Song Y, Wang X, Lu Y, Yang J, Lai R:
Toward an understanding of the molecular mechanism for successful
blood feeding by coupling proteomics analysis with pharmacological
testing of horsefly salivary glands. Mol Cell Proteomics 2008,
7(3):582-590.
32. Ma D, Wang Y, Yang H, Wu J, An S, Gao L, Xu X, Lai R: Anti-thrombosis
repertoire of blood-feeding horsefly salivary glands. Mol Cell Proteomics
2009.
33. Suehiro K, Smith JW, Plow EF: The ligand recognition specificity of beta3
integrins. J Biol Chem 1996, 271(17):10365-10371.
34. Lin X, Novotny M, Soderhall K, Soderhall I: Ancient cytokines-the role of
astakines as hematopoietic growth factors. The Journal of biological
chemistry .
35. Soderhall I, Kim YA, Jiravanichpaisal P, Lee SY, Soderhall K: An ancient role
for a prokineticin domain in invertebrate hematopoiesis. J Immunol 2005,
174(10):6153-6160.
36. Paesen GC, Siebold C, Dallas ML, Peers C, Harlos K, Nuttall PA, Nunn MA,
Stuart DI, Esnouf RM: An ion-channel modulator from the saliva of the
brown ear tick has a highly modified Kunitz/BPTI structure. Journal of
molecular biology 2009, 389(4):734-747.
37. Francischetti IM, Valenzuela JG, Andersen JF, Mather TN, Ribeiro JM: Ixolaris,
a novel recombinant tissue factor pathway inhibitor (TFPI) from the
salivary gland of the tick, Ixodes scapularis: identification of factor X and
factor Xa as scaffolds for the inhibition of factor VIIa/tissue factor
complex. Blood 2002, 99(10):3602-3612.
38. Francischetti IM, Mather TN, Ribeiro JM: Penthalaris, a novel recombinant
five-Kunitz tissue factor pathway inhibitor (TFPI) from the salivary gland
of the tick vector of Lyme disease, Ixodes scapularis. Thrombosis and
haemostasis 2004, 91(5):886-898.
39. Leboulle G, Crippa M, Decrem Y, Mejri N, Brossard M, Bollen A, Godfroid E:
Characterization of a novel salivary immunosuppressive protein from
Ixodes ricinus ticks. J Biol Chem 2002, 15:15.
40. Prevot PP, Couvreur B, Denis V, Brossard M, Vanhamme L, Godfroid E:
Protective immunity against Ixodes ricinus induced by a salivary serpin.
Vaccine 2007, 25(17):3284-3292.
41. Chmelar J, Oliveira CJ, Rezacova P, Francischetti IM, Kovarova Z, Pejler G,
Kopacek P, Ribeiro JM, Mares M, Kopecky J, et al: A tick salivary protein
targets cathepsin G and chymase and inhibits host inflammation and
platelet aggregation. Blood .
42. Muleng A, Sugino M, Nakajim M, Sugimoto C, Onuma M: Tick-Encoded
serine proteinase inhibitors (serpins); potential target antigens for tick
vaccine development. The Journal of veterinary medical science/the
Japanese Society of Veterinary Science 2001, 63(10):1063-1069.
43. Imamura S, da Silva Vaz I Junior, Sugino M, Ohashi K, Onuma M: A serine
protease inhibitor (serpin) from Haemaphysalis longicornis as an anti-tick
vaccine. Vaccine 2005, 23(10):1301-1311.
44. Kotsyfakis M, Sa-Nunes A, Francischetti IM, Mather TN, Andersen JF,
Ribeiro JM: Antiinflammatory and immunosuppressive activity of
sialostatin L, a salivary cystatin from the tick Ixodes scapularis. J Biol
Chem 2006, 281(36):26298-26307.
45. Kotsyfakis M, Anderson JM, Andersen JF, Calvo E, Francischetti IM,
Mather TN, Valenzuela JG, Ribeiro JM: Cutting edge: Immunity against a
“silent” salivary antigen of the Lyme vector Ixodes scapularis impairs its
ability to feed. J Immunol 2008, 181(8):5209-5212.
46. Kotsyfakis M, Ribeiro JMC, Valenzuela JG, Andersen J, Anderson J, Karim S,
Mather T, Valenzuela J: Sialostatin Mediation Controls Blood-Feeding
Success of the Tick Ixodes scapularis . Provisional patent application E-289-
2007 PCT/US2008/09075 Filed 08/02/2007 2009.
47. Lenarcic B, Ritonja A, Strukelj B, Turk B, Turk V: Equistatin, a new inhibitor
of cysteine proteinases from Actinia equina, is structurally related to
thyroglobulin type-1 domain. The Journal of biological chemistry 1997,
272(21):13899-13903.
48. Lenarcic B, Turk V: Thyroglobulin type-1 domains in equistatin inhibit
both papain-like cysteine proteinases and cathepsin D. The Journal of
biological chemistry 1999, 274(2):563-566.
49. Galesa K, Pain R, Jongsma MA, Turk V, Lenarcic B: Structural
characterization of thyroglobulin type-1 domains of equistatin. FEBS
letters 2003, 539(1-3):120-124.
50. Rawlings ND, Tolle DP, Barrett AJ: Evolutionary families of peptidase
inhibitors. The Biochemical journal 2004, 378(Pt 3):705-716.
51. Sasaki SD, de Lima CA, Lovato DV, Juliano MA, Torquato RJ, Tanaka AS:
BmSI-7, a novel subtilisin inhibitor from Boophilus microplus, with activity
toward Pr1 proteases from the fungus Metarhizium anisopliae.
Experimental parasitology 2008, 118(2):214-220.
52. Koh CY, Kazimirova M, Trimnell A, Takac P, Labuda M, Nuttall P, Kini RM:
Variegin, a novel class of fast and tight-binding thrombin inhibitor from
the tropical bont tick. The Journal of biological chemistry 2007.
53. Iwanaga S, Okada M, Isawa H, Morita A, Yuda M, Chinzei Y: Identification
and characterization of novel salivary thrombin inhibitors from the
ixodidae tick, Haemaphysalis longicornis. European journal of biochemistry/
FEBS 2003, 270(9):1926-1934.
54. Nakajima C, Imamura S, Konnai S, Yamada S, Nishikado H, Ohashi K,
Onuma M: A novel gene encoding a thrombin inhibitory protein in a
cDNA library from Haemaphysalis longicornis salivary gland. The Journal
of veterinary medical science/the Japanese Society of Veterinary Science 2006,
68(5):447-452.
55. Narasimhan S, Koski RA, Beaulieu B, Anderson JF, Ramamoorthi N, Kantor F,
Cappello M, Fikrig E: A novel family of anticoagulants from the saliva of
Ixodes scapularis. Insect molecular biology 2002, 11(6):641-650.
56. Narasimhan S, Montgomery RR, DePonte K, Tschudi C, Marcantonio N,
Anderson JF, Sauer JR, Cappello M, Kantor FS, Fikrig E: Disruption of Ixodes
scapularis anticoagulation by using RNA interference. Proceedings of the
National Academy of Sciences of the United States of America 2004,
101(5):1141-1146.
57. Mans BJ, Ribeiro JM: Function, mechanism and evolution of the
moubatin-clade of soft tick lipocalins. Insect biochemistry and molecular
biology 2008, 38(9):841-852.
58. Mans BJ, Ribeiro JM: A novel clade of cysteinyl leukotriene scavengers in
soft ticks. Insect biochemistry and molecular biology 2008, 38(9):862-870.
59. Beaufays J, Adam B, Menten-Dedoyart C, Fievez L, Grosjean A, Decrem Y,
Prevot PP, Santini S, Brasseur R, Brossard M, et al: Ir-LBP, an Ixodes ricinus
tick salivary LTB4-binding lipocalin, interferes with host neutrophil
function. PLoS ONE 2008, 3(12):e3987.
60. Sangamnatdej S, Paesen GC, Slovak M, Nuttall PA: A high affinity
serotonin- and histamine-binding lipocalin from tick saliva. Insect Mol Biol
2002, 11(1):79-86.
Ribeiro et al. BMC Genomics 2011, 12:136
http://www.biomedcentral.com/1471-2164/12/136
Page 10 of 1161. Mans BJ, Ribeiro JM, Andersen JF: Structure, function, and evolution of
biogenic amine-binding proteins in soft ticks. The Journal of biological
chemistry 2008, 283(27):18721-18733.
62. Ribeiro JM, Schneider M, Guimaraes JA: Purification and characterization of
prolixin S (nitrophorin 2), the salivary anticoagulant of the blood-sucking
bug Rhodnius prolixus. The Biochemical journal 1995, 308(Pt 1):243-249.
63. Nunn MA, Sharma A, Paesen GC, Adamson S, Lissina O, Willis AC,
Nuttall PA: Complement inhibitor of C5 activation from the soft tick
Ornithodoros moubata. J Immunol 2005, 174(4):2084-2091.
64. O’Flaherty J, Cordes JF: Human neutrophil degranulation responses to
nucleotides. Lab Invest 1994, 70:816-821.
65. Kuroki M, Minakami S: Extracellular ATP triggers superoxide production in
human neutrophils. Biochem Biophys Res Comm 1989, 162:377-380.
66. Gachet C: P2 receptors, platelet function and pharmacological
implications. Thrombosis and haemostasis 2008, 99(3):466-472.
67. Sun D, McNicol A, James AA, Peng Z: Expression of functional
recombinant mosquito salivary apyrase: A potential therapeutic platelet
aggregation inhibitor. Platelets 2006, 17(3):178-184.
68. Champagne DE, Smartt CT, Ribeiro JM, James AA: The salivary gland-
specific apyrase of the mosquito Aedes aegypti is a member of the 5’-
nucleotidase family. Proc Natl Acad Sci USA 1995, 92(3):694-698.
69. Faudry E, Santana JM, Ebel C, Vernet T, Teixeira AR: Salivary apyrases of
Triatoma infestans are assembled into homo-oligomers. Biochem J 2006,
396(3):509-515.
70. Faudry E, Lozzi SP, Santana JM, D’Souza-Ault M, Kieffer S, Felix CR, Ricart CA,
Sousa MV, Vernet T, Teixeira AR: Triatoma infestans apyrases belong to the
5’-nucleotidase family. J Biol Chem 2004, 279(19):19607-19613.
71. Stutzer C, Mans BJ, Gaspar AR, Neitz AW, Maritz-Olivier C: Ornithodoros
savignyi: soft tick apyrase belongs to the 5’-nucleotidase family.
Experimental parasitology 2009, 122(4):318-327.
72. Hostomska J, Volfova V, Mu J, Garfield M, Rohousova I, Volf P, Valenzuela JG,
Jochim RC: Analysis of salivary transcripts and antigens of the sand fly
Phlebotomus arabicus. BMC genomics 2009, 10:282.
73. Calvo E, Ribeiro JM: A novel secreted endonuclease from Culex
quinquefasciatus salivary glands. J Exp Biol 2006, 209(Pt 14):2651-2659.
74. Valenzuela JG, Garfield M, Rowton ED, Pham VM: Identification of the most
abundant secreted proteins from the salivary glands of the sand fly
Lutzomyia longipalpis, vector of Leishmania chagasi. J Exp Biol 2004,
207(Pt 21):3717-3729.
75. Perrotta C, De Palma C, Clementi E: Nitric oxide and sphingolipids:
mechanisms of interaction and role in cellular pathophysiology.
Biological chemistry 2008, 389(11):1391-1397.
76. Nikolova-Karakashian M, Karakashian A, Rutkute K: Role of neutral
sphingomyelinases in aging and inflammation. Subcell Biochem 2008,
49:469-486.
77. Ferrer-Sueta G, Radi R: Chemical biology of peroxynitrite: kinetics,
diffusion, and radicals. ACS Chem Biol 2009, 4(3):161-177.
78. Rubbo H, Trostchansky A, O’Donnell VB: Peroxynitrite-mediated lipid
oxidation and nitration: mechanisms and consequences. Archives of
biochemistry and biophysics 2009, 484(2):167-172.
79. Ribeiro JM, Mather TN: Ixodes scapularis: salivary kininase activity is a metallo
dipeptidyl carboxypeptidase. Experimental parasitology 1998, 89(2):213-221.
80. Francischetti IM, Mather TN, Ribeiro JM: Cloning of a salivary gland
metalloprotease and characterization of gelatinase and fibrin(ogen)lytic
activities in the saliva of the Lyme disease tick vector Ixodes scapularis.
Biochemical and biophysical research communications 2003, 305(4):869-875.
81. Rego RO, Hajdusek O, Kovar V, Kopacek P, Grubhoffer L, Hypsa V: Molecular
cloning and comparative analysis of fibrinogen-related proteins from
the soft tick Ornithodoros moubata and the hard tick Ixodes ricinus. Insect
biochemistry and molecular biology 2005, 35(9):991-1004.
82. Fujita T, Matsushita M, Endo Y: The lectin-complement pathway–its role in
innate immunity and evolution. Immunological reviews 2004, 198:185-202.
83. Bergman DK, Palmer MJ, Caimano MJ, Radolf JD, Wikel SK: Isolation and
molecular cloning of a secreted immunosuppressant protein from
Dermacentor andersoni salivary gland. J Parasitol 2000, 86(3):516-525.
84. Ruan W, Xu E, Xu F, Ma Y, Deng H, Huang Q, Lv B, Hu H, Lin J, Cui J, et al:
IGFBP7 plays a potential tumor suppressor role in colorectal
carcinogenesis. Cancer Biol Ther 2007, 6(3):354-359.
85. Wajapeyee N, Kapoor V, Mahalingam M, Green MR: Efficacy of IGFBP7 for
treatment of metastatic melanoma and other cancers in mouse models
and human cell lines. Mol Cancer Ther 2009, 8(11):3009-3014.
86. Tamura K, Hashimoto K, Suzuki K, Yoshie M, Kutsukake M, Sakurai T: Insulin-
like growth factor binding protein-7 (IGFBP7) blocks vascular endothelial
cell growth factor (VEGF)-induced angiogenesis in human vascular
endothelial cells. European journal of pharmacology 2009, 610(1-3):61-67.
87. Nousbeck J, Sarig O, Avidan N, Indelman M, Bergman R, Ramon M, Enk CD,
Sprecher E: Insulin-like growth factor-binding protein 7 regulates
keratinocyte proliferation, differentiation and apoptosis. The Journal of
investigative dermatology 130(2):378-387.
88. Sanders ML, Jaworski DC, Sanchez JL, DeFraites RF, Glass GE, Scott AL,
Raha S, Ritchie BC, Needham GR, Schwartz BS: Antibody to a cDNA-
derived calreticulin protein from Amblyomma americanum as a
biomarker of tick exposure in humans. Am JTrop Med Hyg 1998,
59(2):279-285.
89. Altschul SF, Gish W, Miller W, Myers EW, Lipman DJ: Basic local alignment
search tool. Journal of molecular biology 1990, 215(3):403-410.
90. Huang X, Madan A: CAP3: A DNA sequence assembly program. Genome
Res 1999, 9(9):868-877.
91. Thompson JD, Gibson TJ, Plewniak F, Jeanmougin F, Higgins DG: The
CLUSTAL_X windows interface: flexible strategies for multiple sequence
alignment aided by quality analysis tools. Nucleic Acids Res 1997,
25(24):4876-4882.
92. Page RD: TreeView: an application to display phylogenetic trees on
personal computers. Comput Appl Biosci 1996, 12(4):357-358.
93. Kumar S, Tamura K, Nei M: MEGA3: Integrated software for Molecular
Evolutionary Genetics Analysis and sequence alignment. Brief Bioinform
2004, 5(2):150-163.
94. Altschul SF, Madden TL, Schaffer AA, Zhang J, Zhang Z, Miller W,
Lipman DJ: Gapped BLAST and PSI-BLAST: a new generation of protein
database search programs. Nucleic Acids Res 1997, 25(17):3389-3402.
95. Ashburner M, Ball CA, Blake JA, Botstein D, Butler H, Cherry JM, Davis AP,
Dolinski K, Dwight SS, Eppig JT, et al: Gene ontology: tool for the
unification of biology. The Gene Ontology Consortium. Nat Genet 2000,
25(1):25-29.
96. Bateman A, Birney E, Durbin R, Eddy SR, Howe KL, Sonnhammer EL: The
Pfam protein families database. Nucleic Acids Res 2000, 28(1):263-266.
97. Schultz J, Copley RR, Doerks T, Ponting CP, Bork P: SMART: a web-based
tool for the study of genetically mobile domains. Nucleic Acids Res 2000,
28(1):231-234.
98. Tatusov RL, Fedorova ND, Jackson JD, Jacobs AR, Kiryutin B, Koonin EV,
Krylov DM, Mazumder R, Mekhedov SL, Nikolskaya AN, et al: The COG
database: an updated version includes eukaryotes. BMC bioinformatics
2003, 4(1):41.
99. Marchler-Bauer A, Panchenko AR, Shoemaker BA, Thiessen PA, Geer LY,
Bryant SH: CDD: a database of conserved domain alignments with links
to domain three-dimensional structure. Nucleic Acids Res 2002,
30(1):281-283.
100. Nielsen H, Engelbrecht J, Brunak S, von Heijne G: Identification of
prokaryotic and eukaryotic signal peptides and prediction of their
cleavage sites. Protein Eng 1997, 10(1):1-6.
doi:10.1186/1471-2164-12-136
Cite this article as: Ribeiro et al.: A further insight into the sialome of
the tropical bont tick, Amblyomma variegatum. BMC Genomics 2011
12:136.
Submit your next manuscript to BioMed Central
and take full advantage of: 
• Convenient online submission
• Thorough peer review
• No space constraints or color ﬁgure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at 
www.biomedcentral.com/submit
Ribeiro et al. BMC Genomics 2011, 12:136
http://www.biomedcentral.com/1471-2164/12/136
Page 11 of 11